Key indicators: single-crystal X-ray study; T = 123 K; mean (C-C) = 0.005 Å; R factor = 0.021; wR factor = 0.047; data-to-parameter ratio = 17.7.
The asymmetric unit of the title three-dimensional coordination polymer, [Mn 2 Br 6 (C 11 H 28 N 2 O 2 )] n , consists of one Mn II cation, half of a dicationic N,N 0 -bis(2-hydroxyethyl)-N,N,N 0 ,N 0 -tetramethylpropane-1,3-diaminium ligand (L) (the other half being generated by a twofold rotation axis), and three bromide ions. The Mn II cation is coordinated by a single L ligand via the hydroxy O atom and by five bromide ions, resulting in a distorted octahedral MnBr 5 O coordination geometry. Four of the bromide ions are bridging to two adjacent Mn II atoms, thereby forming polymeric chains along the a and b axes. The L units act as links between neighbouring Mn-(-Br) 2 -Mn chains, also forming a polymeric continuum along the c axis, which completes the formation of a three-dimensional network. Classical O-HÁ Á ÁBr hydrogen bonds are present. The distance between adjacent Mn II atoms is 4.022 (1) Å .
Related literature
For related structures of M II transition metal halide onedimensional coordination polymers, see: Han et al. (2012) ; Englert & Schiffers (2006) . For two-dimensional networks, see: Hu & Englert (2006) ; Turgunov et al. (2011) . For properties of metal halides, see: Hitchcock et al. (2003) ; Wang et al. (2011) Table 1 Hydrogen-bond geometry (Å , ). Data collection: COLLECT (Bruker, 2008 ); cell refinement: DENZO-SMN (Otwinowski & Minor, 1997) ; data reduction: DENZO-SMN; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008b ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008b) ; molecular graphics: Mercury (Macrae et al., 2008) ; software used to prepare material for publication: SHELXL97.
The financial support of University of Jyvä skylä is gratefully acknowledged. (Han et al. 2012; Wang et al. 2011 and Hitchcock et al. 2003 In the structure, the ligands are in S-shaped conformation between the anti-parallel Mn-(µ-Br) 2 -Mn chains (Fig. 4) Second, the precursor salt and the dried MnBr 2 4H 2 O (molar ratio ~1:1.5) were dissolved separately in minimum volume of warm methanol before combining the solutions. The title compound was synthesized in an open flask by metathesis reaction of the two aforementioned salts. The combined solution was stirred for about 1 h at 40 °C after which it was slowly cooled to RT and methanol was allowed to evaporate slowly. After several days, purple crystals suitable for X-ray analysis were formed.
Refinement
Hydrogen atoms (except of a hydroxyl hydrogen atom that was taken from the electron density map) were calculated to their positions as riding atoms (C host) using isotropic displacement parameters that were fixed to be 1.2 or 1.5 times larger than those of the attached non-hydrogen atom.
Computing details
Data collection: COLLECT (Bruker, 2008 ); cell refinement: DENZO-SMN (Otwinowski & Minor, 1997) ; data reduction: software used to prepare material for publication: SHELXL97 (Sheldrick, 2008b) .
Figure 1
Asymmetric unit and labeling scheme of the title compound. Ellipsoids are presented at the 50% probability level.
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Figure 2
The one-dimensional linear chain with (µ-Br) 2 bridges, Mn···Mn contact with a distance of 4.022 (1) Å and hydrogen bonding scheme. 
Figure 5
The structure is stabilized by weak intermolecular interactions between Br3 and nearby ligands. Absolute structure: Flack (1983) , 690 Friedel pairs Flack parameter: 0.048 (14) Special details Geometry. All s.u.'s (except the s.u. in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell s.u.'s are taken into account individually in the estimation of s.u.'s in distances, angles and torsion angles; correlations between s.u.'s in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell s.u.'s is used for estimating s.u.'s involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
